A fast-growing Mycobacterium species was cultured from draining, purulent lesions on the caudal abdomen of a 12-year-old male domestic long-haired cat. Whole-genome sequencing identified the organism as Mycobacterium porcinum.
Pan Genome Analysis (BPGA) tool v1. 3 .0 (4). The mycobacterium genome had average nucleotide identities (3) of Ͼ95% and digital DNA-DNA hybridization (5) percentages of Ͼ70% compared to other M. porcinum genomes (GenBank accession numbers OLMG01000000, MIHF01000000, MVIG00000000, MBDY00000000, MBEH00000000, MBEF00000000, CCBG00000000, and MBEG00000000). Antibiotic resistance genes to streptogramin [erm(39)], lincosamide [erm(39)], macrolides [erm(39) and mtrA], penam (mtrA), fosfomycin (murA), tetracycline (tap), rifamycin (rbpA and aar-1), and aminoglycosides [aac(2=)-Ib] were predicted using Resistance Gene Identifier (RGI) v5.1.0 (6) and were consistent with the antibiotic phenotype of the M. porcinum isolate from the cat. Virulence factor genes, including the type VII secretion systems ESX-1, ESX-3, and ESX-4 (7, 8) , mammalian cell entry operons (9, 10) , glycopeptidolipid biosynthesis (9), the iron siderophore mycobactin, fibronectin binding protein (9) , and 19-kDa lipoprotein antigen (9), were predicted using VFanalyzer (11) .
M. porcinum was originally isolated from pigs with lymphadenitis and since then has been detected in domestic and wild animals as well as drinking water, vegetables, and cow milk (12) . M. porcinum is an opportunistic pathogen reported to cause wound infection, respiratory infection, bacteremia, and postoperative infection (12) . This organism has not been previously associated with feline atypical mycobacterial panniculitis. Inconsistencies regarding published biochemical and genetic characteristics have made the identification of Mycobacterium species challenging. For example, several M. porcinum genomes have been repeatedly misidentified/mislabeled as Mycobacterium vulneris (13) . Accurate genome sequencing and reporting is essential because of the zoonotic potential of Mycobacterium species.
Data availability. This genome sequence has been deposited in GenBank under the accession number VNFN00000000. The sequencing reads have been deposited in the SRA under the accession number SRR9831353.
